Sequence Comparison A 
SEQIDNO: 1 



RESULT 1 
US-08-084-848A-13 

Sequence 13, Application US/08084848A 
Patent No. 5432155 
GENERAL INFORMATION: 



APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 



Olivera, Baldomero M. 
Rivier, Jean E. F. 
Cruz, Lourdes J. 
Abogadie, Fe 
Hopkins, Chris E. 
Dykert , John 
Torres, Josep L. 
TITLE OF INVENTION: Conotoxins I 
NUMBER OF SEQUENCES: 13 
CORRESPONDENCE ADDRESS: 

ADDRESSEE : Fitch, Even, Tabin & Flannery 
STREET: 135 South LaSalle Street, Suite 900 
CITY: Chicago 
STATE: Illinios 
COUNTRY : USA 
ZIP: 60603 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patent In Release #1.0, Version #1.2 5 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/ 084 , 848A 
FILING DATE: June 29, 1993 
CLASSIFICATION: 536 
ATTORNEY/ AGENT INFORMATION: 
NAME: Schumann,, James J. 
REGISTRATION NUMBER : 20856 
REFERENCE/DOCKET NUMBER: 52511 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: (619) 552-1311 
TELEFAX: (619) 552-0095 
TELEX: 2 0 6566 PATLAW CGO 
INFORMATION FOR SEQ ID NO: 13: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 16 amino acids 
TYPE: amino acid 
TOPOLOGY: unknown 
MOLECULE TYPE: peptide 
US-08-084-848A-13 

Query Match 94.4%; Score 68; DB 1; Length 16 

Best Local Similarity 93.3%; Pred . No. 1.6e-06; 

Matches 14; Conservative 0; Mismatches 1; Indels 
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DNA t op oi some rase 


21 


17 


53. 


.1 


2723 


2 


T03221 


probable polyketid 


22 


16 


50. 


.0 


28 


2 


F54346 


pyruvate synthase 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


18 


56 


.2 


453 


1 


YJ54_ARCFU 


028325 


archaeoglob 
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RLA1__CLAHE 


P50344 


cladosporiu 
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140 
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BM88_PIG 


Q29026 


sus scrofa 
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17 


53 


.1 


166 
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YNT5_ANASP 


Q05070 


anabaena sp 
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17 


53 


.1 


254 
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MLA_VISAL 


P81446 


viscum albu 
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17 


53 


.1 


349 
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F16P_RHIME 


P56886 


rhizobium m 
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17 


53 


.1 


519 
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CP99_SORBI 
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sorghum bic 
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17 


53 


.1 


605 
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RIB1_RAT 


P07153 rattus norv 
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P90520 dictyosteli 


10 
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1 b 


3 U 
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lo U 
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FUKC_rLh 1 1 ri 
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12 
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50 


.0 


185 
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Q51799 p pyruvate/ 


13 


16 


50 


.0 


185 
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P0RC_PYRH0 


058411 p pyruvate/ 


14 


16 


50 


. 0 


2 00 
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Y6 90 METJA 


Q5 8102 methanococc 


15 


16 


50 


.0 


219 
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Y0PE_YEREN 


P31492 yersinia en 


16 


16 


50 


.0 


219 
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P31493 yersinia pe 
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VADU VT7DT3C 


P08008 yersinia ps 
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322 
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Q14968 


Q14 968 homo sapien 
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59 
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815 


10 


Q9LWL0 


Q9lwl0 oryza sativ 
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18 


56 


.2 


128 


13 


P70094 


P7 0094 xenopus lae 


4 


18 


56 
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1232 


10 


Q9LJQ1 


Q9ljql arabidopsis 
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17 


53 
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82 
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17 


53 
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17 
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Q39352 brassica na 
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17 


53 
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191 


12 


Q9QCX2 


Q9qcx2 chayote mos 


11 


17 


53 


.1 


2 02 


10 


004712 


004712 arabidopsis 


12 


17 


53 


.1 


203 
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061530 


06153 0 meloidogyne 


13 


17 


53 


.1 


242 
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Q9UXY9 


Q9uxy9 pyrococcus 


14 


17 


53 


.1 


243 
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059606 


05 9606 pyrococcus 


15 


17 


53 


. 1 


263 


2 


052551 


052 5 51 amycolatops 


16 


17 


53 


.1 


325 


8 


Q9MUE2 


Q9mue2 nicotiana t 



